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Random genetic drift 
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Recombination 
historical, mapping of quantitative trait loci using, 
1201 
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transcriptional silencing and switching competence 
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opment and meiotic behavior, 1155 


Ultraviolet light, mutation induced by (Perspectives) , 863 
Uniparental inheritance, male-dependent, of mito- 
chondrial DNA in Mytilus galloprovincialis, 1073 


| 
of 
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